Hierachical clustering analysis
There were three categories clearly separated by microarray hierachical clustering analysis on expression profilings of human NPCs, ESCs and NiPS cells.
The same cell types were clustered together for A1 and A2 (NPCs), A3 and A4 (hESCs), A5 and A6 (NiPS). The profilings of two samples of NiPS were closer to those of hESCs than those of NPCs (original cells) from clustering trees. Figure S1 . Hierachical clustering analysis on human NPCs, ESCs and NiPS cells. This was a part of hierachical clustering analysis on human NPCs, ESCs and NiPS cells of whole expression profilings. The left of the figure was 6 experiments (from A1 to A6) including 2 samples of NPCs, 2 samples of hESCs and 2 samples of NiPCs. The right of the figure is gene names. In the figure, A1 and A2 represent two samples of NPCs, A3 and A4 represent two samples of hESC H9. A5 and A6 represent NiPS cell 1 and cell 2 respectively.
RT-PCR analyses for detection of pCXLE-OCT4 exogenous nucleic acid.
Total RNA of NiPS cells were extracted using the RNeasy Plus Mini kit (Qiagen, Germany) in accordance with the manufacturer's instructions. The RNA was transcribed to cDNA by transcriptase SuperScriptⅡ (Invitrogen，CA,USA) and anchored Oligo (dT) primers. PCR was performed with specific primers and 30 cycles.
Primers of exogenous hOCT4: 
